Biological data repositories are widely applied to assist researchers in effectively storing and retrieving data. The recent developments in molecular biology intensified the need for well-designed biological databases, which can be queried without increasing the computational time. This study describes the design of a biological databank for the primary data collection phase, which involves collection and storing of genotypic and phenotypic information of a number of South African Angora goat herds, which will be utilised in a QTL study for mohair traits. _______________________________________________________________________________________
The recent exponential growth in biological data due to developments in molecular genetics and genomics has intensified the need for well-designed biological databases, which can be queried without increasing the computational time required to perform queries. Major drawbacks in the design of biological data repositories are the level of domain specific knowledge needed to understand the data, and the descriptive nature of biological data (Kasprzyk et al., 2004) .
Economically important traits are mostly under control of quantitative trait loci (QTL), which need to be mapped and identified in order to provide a knowledge base and to be applied as a tool for genetic improvement of farm animals. The basic principle of QTL mapping lies in the association of the measurable genetic variation with the phenotypic variation, which occurs within a family or pedigree of animals. QTL mapping relies heavily on sound experimental design, efficient data storage and analyses (Bovenhuis et al., 1997; Sonstegard et al., 2001) . Genotypic and phenotypic information stored together in an integrated format is an essential step for successful QTL experiments. The detection of QTLs is underway in various commercial animal populations, with QTLs being detected for a number of traits. Traits include for example meat and carcass quality of pigs (Ciobanu et al., 2004; Thomsen et al., 2004 , Milan et al., 2002 , beef cattle (Li et al., 2004; Cases et al., 2003) and chickens (Ikeobi et al., 2002) and milk, protein and butterfat yield in dairy cattle (Jiang et al., 2005) . Goats in general are poorly researched when compared to sheep and cattle. QTL research in Angora goats has mostly been limited to certain growth traits and body measurements (Marrube et al., 2004) .
This study describes the design of a biological databank for the primary data collection phase of both genotypic and phenotypic information of animals genotyped in a fine hair flock of Angora goats, which will be utilised in a QTL study for mohair traits.
The Angora fine hair flock at the Jansenville Experimental Station, in the Eastern Cape province of South Africa, formed the reference population for constructing the database for this study. Stud breeders taking part in the official recording scheme for small stock were approached and four breeders will also be contributing to the database.
The open source database management system (DBMS) POSTGRESQL was used as the backbone for construction of the database. CGI scripts were used to establish a communication with the HTML front end. PERL (version 5) scripts handled user restriction, verification and security issues, and session control was performed via CGI cookies (Figure 1) . PERL was also used to construct and perform the queries to the DBMS, and retrieve and parse the query results.
